CGS 97-01 



SBQDENCE LISTING 
SEQ ID NO: 1 
LENGTH: 1447 
TYPE: nucleic acid 
5 S1EANDEDNESS: single 

TOPODDGy: linear 
MXECULE TYPE: -DNA 
SEQUENCE DESCRIPTION: 

O^nOOGCG AAOGAATAAT TATIATTAGC AATIATIAGC Q^ICAATAAT CIIGATCACA IT 62 
3 10 MG GCA AGC ACT ATT AAG (3\A OCA. TTA TCA GIG GIG ACT GbA OC CAG 110 

jJJ TCC TIG TIT GAG TGT QCC TAC GGA TOG CCC CAC CTT OCA AAG ACA GAA 158 

=•-1 ATG ACA GCC TCC TCT TCC ACT GAA TAT GGG CAA ACA TCA AAG ATG AGC 206 

U CCG CGC GIT CCC CAG CAG GAC TGG HA TCA CAG CCC COG GCC AGA GIT 254 

□ ACC ATT AAG ATG GAG TGT AAC CCA AAC CAG GIT AAT GOG TCA AGG AAT 302 

t 

y 

a 15 TCA OCT GST GAC TGC ACC GIG GCA AAA GGA GOG AAA ATG GIT AGC AGT 350 

: ii ii 

^ TCA GAC AAT GIT GGG ATG AAC TAT GGA AGC TAC ATG GAA GAG AAG CAT 398 

ATT CCG OCT CCA AAT ATG ACA ACC AAT GAA CGA AGA GTT ATT GTG CCA 446 

OCA GAT OCT AOG TEA TGG AGC ACA GAC CAT GTA COG CAG TGG CTG GAG 494 

TGG GCA GIG AAG GAG TAT GOT CTT CCA GAC GTG GAC ATC TIG TEG TIC 542 

20 CAG AAC ATX GAT GGG AAA GAG TIG TGT AAA ATG ACC AAA GAT GAC TIC 590 

CAG AGA CTC ACG CCG AGC TAT. AAC GCA GAT ATC CTC CTG TCA CAC CTA 638 

CAC TAC . QIC AGA GAG AGA- G8& GCC ACT TIT ATT TTT OCA AAT ACA TCA 686 

GTT TAC CCA GAA GCA ACG CAA AGA ATA ACA ACA AGG OCA GAT TTA CCT 734 

TAT GAG CAA GOG AGG AGA TCA GOG TGG ACG AGT CAC AGC CAT CCC ACT 782 

25 CAG TCA AAA GCT ACC CAA CCA TCA TCT TCA ACA GTG GCC AAA ACA GAA 830 

GAC CAG OGT CCT CAG TTA GAT CCT TAT CAG ATT CTT GGA COG ACC AGC 878 
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AGC- CGI 


err 


OCA 


AAT 


CCA GGG AGT GGG 


CAG 


ATA 


CAG CTA TGG CAG TTC 


926 




cm 


CIG 


GAG 


CTT 


CIG 


TOG GAC AGC TCC 


AAC 


TCC 


AAC TGC ATC ACC TGG 


974 




GAG 


GGC 


ACA 


AAT 


GGG 


GAG TTC AAG ATG 


ACA 


GAC 


OCT GAT GAA GIG GCT 


1022 




OQG 


GOT 


TGG 


GGA 


GAG 


AGG AAA AGC AAA 


OCT 


AAC 


ATG AAC TAT GAC AAA 


1070 


5 


CIC 


AGC 


CGI 


GCA 


CTT 


GGC TAC TAC TAT 


GAC 


AAA 


AAT ATT ATG ACT AAA 


1118 




GET 


CAT 


GST 


AAA 


CGC 


TAT GCC TAC AAA 


TIT 


GAT 


TTC CAC GGA ATC GCT 


1166 




CAG 


GGC 


CIC 


CAG 


OCT 


CAC OCT CCA GAA 


TCA 


TCC 


ATG TAC AAA TAC CCA 


1214 




TCA 


GAG 


CIC 


CCC 


TAC 


ATG AGT TCC TAC 


CAT 


GCA 


CAC CCC CAG AAG ATG 


1262 




AAC 


TIT 


GTA 


OCT 


CCC 


CAT CCC OCT GCT 


TIG 


CCC 


GTA ACC TCA TCC AGC 


1310 


L0 


TIT 


TIT 


GCT 


GCC 


OCT 


AAT OCA TAC TGG 


AAT 


TCA 


OCA ACT GGA GGC ATC 


1358 




TAC 


CCC 


AAT 


ACC 


AGG 


CIG CCA GCT GCT 


CAT 


ATG 


OCT TCC CAT CTT GGC 


1406 




ACC 


TAC 


TAC 


TAA 


GIG 


GGGAAAGAAA GAAAGCGCCA AGAAAA 


1447 



?Se S 



: y 15 SBQ ID ND: 2 



ru 



LENGTH: 451 
TYPE: amino acid 
TOPOLOGY: linear 
MXECULE TYPE: peptide 
20 SEQUENCE DESCRIPTION: 



Mat Ala Ser Thr He Lys Glu Ala Leu Ser Val Val Ser Glu Asp Gin 16 

Ser Leu Phe Glu Cys Ala Tyr Gly Ser Pro His Leu Ala Lys Thr Glu 32 

25 Met Thr Ala Ser Ser Ser Ser Glu Tyr Gly Gin Thr Ser Lys Nfert Ser 48 

Pro Arg Val Pro Gin Gin Asp Trp Leu Ser Gin Pro Pro Ala Arg Val 64 

28 
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Thr- He 


Lys 


M5t 


Glu 


Cys 


Asn 






Ser 


Pro 


Asp 


Asp 


Cys 


Ser 


Val 






Ser 


Asp 


Asn 


Val 


Gly 




Asn 






He 


Pro 


Pro 


Pro 


Asn 


Met 


Thr 




5 


Ala 


Asp 


Pro 


Thr 


Leu 


Trp 


Ser 






Trp 


Ala 


Val 


Lys 


Glu 


Tyr 


Gly 






Gin 


Asn 


He 


Asp 


Gly 


Lys 


Glu 






Gin 


Arg 


Lea 


Thr 


Pro 


Ser 


Tyr 


s r* 




His 


Tyr 


Leu 


-Arg 


Glu 


Arg 


Gly 




10 


Val 


Tyr 


Pro 


Glu 


Ala 


Thr 


Gin 


\ y 




Tyr 


Glu 


Gin 


Ala 


Arg 


Arg 


Ser 


"-J 




Gin 


Ser 


Lys 


Ala 


Thr 


Gin 


Pro 






Asp 


Gin 


Arg 


Pro 


Gin 


Leu 


Asp 






Ser 


Arg 


Leu 


Ala 


Asn 


Pro 


Gly 


rU 


15 


Lea 


Leu 


Glu 


Leu 


Leu 


Ser 


Asp 






Glu 


Gly 


Thr 


Asn 


Gly 


Glu 


Phe 






Arg 


Arg 


Trp 


Gly 


Glu 


Arg 


Lys 






Leu 


Ser 


Arg 


Ala 


Leu 


Arg 


Tyr 






val 


His 


Gly 


Lys 


Arg 


Tyr 


Ala 




20 


Gin 


Ala 


Lea 


Gin 


Pro 


His 


Pro 






Ser 


Asp 


Leu 


Pro 


Tyr 


Met 


Ser 






Asn 


Phe 


Val 


Ala 


Pro 


His 


Pro 






Phe 


Phe 


Ala 


Ala 


Pro 


Asn 


Pro 






Tyr 


Pro 


Asn 


Thr 


Arg 


Lea 


Pro 




25 


Thr 


Tyr 


Tyr 
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Pro 


Asn 


Gin Val 


Asn Gly Ser Arg Asn 


80 


Ala 


Lys 


Gly Gly 


Lys Met Val Ser Ser 


96 


Tyr 


Gly 


Ser Tyr 


Met Glu Glu Lys His 


112 


Thr 


Asn 


Glu Arg 


Arg Val He Val Pro 


128 


Thr 


Asp 


His Val 


Arg Gin Trp Leu Glu 


144 


Lea 


Pro 


Asp Val 


Asp He Leu Leu Phe 


160 


Lea 


cys 


Lys Met 


Thr Lys Asp Asp Phe 


176 


Asn 


Ala 


Asp lie 


Leu Lea Ser His Leu 


192 


Ala 


Thr 


Phe He 


Phe Pro Asn Thr Ser 


208 


Arg 


He 


Thr Thr 


Arg Pro Asp Leu Pro 


224 


Ala 


Trp 


Thr Ser 


His Ser His Pro Thr 


240 


Ser 


Ser 


Ser Thr 


Val Pro Lys Thr Glu 


256 


Pro 


Tyr 


Gin He 


Leu Gly Pro Thr Ser 


272 


Ser 


Gly 


Gin He 


Gin Lea Trp Gin Phe 


288 


Ser 


Ser 


Asn Ser 


Asn Cys He Thr Trp 


304 


Lys 


Met 


Thr Asp 


Pro Asp Glu Val Ala 


320 


Ser 


Lys 


Pro Asn 


Met Asn Tyr Asp Lys 


336 


Tyr 


Tyr 


Asp.^ys 


Asn He Met Thr Lys 


352 


Tyr 


Lys 


Phe Asp 


Phe His Gly He Ala 


368 


Pro 


Glu 


Ser Ser 


Met Tyr Lys Tyr Pro 


384 


Ser 


Tyr 


His Ala 


His Pro Gin Lys Met 


400 


Pro 


Ala 


Leu Pro 


Val Thr Ser Ser Ser 


416 


Tyr 


Trp 


Asn Ser 


Pro Thr Gly Gly He 


432 


Ala 


Ala 


His Met 


Pro Ser His Lea Gly 


448 
451 
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SEQ ID WD: 3 
LENSEH: 1528 
TYPE: nucleic acid 
SIRANDEDNESS: single 
5 TDPQDDGY: linear 

MXECULE TYPE: DNA. 
SEQUENCE DESCRIPTION: 



a 

. .=5 

^ 10 (MHCOSX; AACGAATAAT OTKEIM] AATTAITAGC GATCAATAAT CITGATCACA TT 62 

° ATG GCA AGC ACT ATT AAG GAA OCA TTA TCA GIG GIG AGT GAA GAC CAG 110 

ru 

% f TCC TIG TIT GAG TGT GOC TAC GGA TCG CCC CAC CTT GCA AAG ACA GAA 158 

rU AIG ACA GCC TCC TCT TCC AGT GAA TAT GGG CAA ACA TCA AAG AIG AGC 206 

□ CCG OGC GTT CCC CAG CAG GAC TGG TTA TCA CAG CCC COG GCC AGA GTT 254 

( ; ! 

|=I 15 ACC ATT AAG AIG GAG TGT AAC CCA AAC CAG GTT AAT GGG TCA AGG AAT 302 

it! 

q TCA OCT GAT GAC TGC AGC GIG GCA AAA GGA GGG AAA ATG GTT AGC AGT 350 

TCA GAC AAT GTT GGG ATG AAC TAT GGA AGC TAC ATG GAA GAG AAG CAT 398 

ATT CCG CCT CCA AAT ATG ACA ACC AAT GAA CGA AGA GTT ATT GIG CCA 446 

GCA GAT OCT ACG TTA TGG AGC ACA GAC CAT GTA COG CAG TGG CTG GAG 494 

20 TGG GCA GTG AAG GAG TAT GGT CTT CCA GAC GIG GAC ATC TTG TIG TTC 542 

CAG AAC AIT GAT GGG AAA GAG TIG TGT AAA ATG ACC AAA GAT GAC TIC 590 

CAG AGA CTC ACG CCG AGC TAT AAC GCA GAT ATC CTC CTG TCA CAC CTA 638 

CAC TAC CTC AGA G^ACT'OCT CTT CCA CAT TIG ACT TCA GAT GAT GTT 686 

GAT AAG GCC TTA CAA AAC TCT CCA CGG TTA ATG CAT GCT AGA AAC ACA 734 

25 GGA GGA GCC ACT ITT ATT TTT CCA AAT ACA TCA GIT TAC CCA GAA GCA 782 

ACG CAA AGA ATA ACA ACA AGG CCA GAT TTA CCT TAT GAG CAA QCG AGG 830 
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AGA-TCA 


GOG 


TOG 


AGG 


AGT 


CAC 


AGC CAT CCC ACT CAG TCA AAA GCT ACC 


878 


CAA 


CCA 


TCA 


TCT 


TCA 


ACA 


GIG 


CCC AAA ACA GAA GAC CAG CGT OCT CAG 


926 


TEA 


GAT 


OCT 


TAT 


CAG 


ATT 


CTT 


GGA COG ACC AGC AGC CGT CTT GCA AAT 


974 


CCA 


003 


AGT 


003 


CAG 


ATA 


CAG 


CTA TOG CAG TTC CTA CTG GAG CTT CTG 


1022 


ICG 


GAC 


AGC 


TCC 


AAC 


TCC 


AAC 


TGC ATC ACC TGG GAG GGC ACA AAT G3G 


1070 


GAG 


TIC 


AAG 


ATG 


ACA 


GAC 


OCT 


GAT GAA GIG GCT 003 CGT TGG GGA GAG 


1118 


AGG 


AAA 


AGC 


AAA 


OCT 


AAC 


ATG 


AAC TAT GAC AAA CTC AGC CGT GCA CTT 


1166 


GGC 


TAC 


TAC 


TAT 


GAC 


AAA 


AAT 


ATT ATG ACT AAA GIT CAT GGT AAA CGC 


1214 


•EAT 


GCC 


TAC 


AAA 


TIT 


GAT 


TTC 


CACGGAATCGCTC^QXCICCAGCCT 


1262 


CAC 


OCT 


CCA 


GAA 


TCA 


TCC 


ATG 


TAC AAA TAC CCA TCA GAC CTC CCC TAC 


1310 


AIG 


ACT 


TCC 


TAC 


CAT 


OCA 


CAC 


GCC CAG AAG ATG AAC ITT GTA OCT CCC 


1358 


CAT 


CCC 


OCT 


OCT 


TTG 


CCC 


GTA 


ACC TCA TCC AGC ITT ITT GCT GCC OCT 


1406 


AAT 


CCA 


TAC 


TGG 


AAT 


TCA 


CCA 


ACT GGA GGC ATC TAC CCC AAT ACC AGS 


1454 


CTG 


OCA 


OCT 


OCT 


CAT 


ATG 


OCT 


TCC CAT CTT GGC ACC TAC TAC TAA GIG 


1502 



! sti 15 GQGAAMftAA GAAAQOGOCA PG&PA 1528 

i y 

SBQ ID NO: 4 
LENoIH: 478 
20 LYPE: amino acin 

TOPOLOGY: linear 
MXECULE TYPE: peptide 
SEQUENCE DESCRIPTION: 

25 

Met Ala Ser Thr He Lys Glu Ala Leu Ser Val Val Ser Glu Asp Gin 16 
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Ser Leu Phe 






Met Thr Ala 






Pro Arg Val 






Thr He Lys 




5 


Ser Pro Asp 
Ser Asp Asn 
He Pro Pro 
Ala Asp Pro 


5 =y 




Trp Ala Val 


*ty 


10 


Gin Asn He 


iU 

ru 




Gin Arg Leu 
His Tyr Leu 
Asp Lys Ala 


ijt-J 
: -sf 




Gly Gly Ala 


15 


Thr Gin Arg 


'sirs- 




Arg Ser Ala 
Gin Pro Ser 
Leu Asp Pro 
Pro Gly Ser 




20 


Ser Asp Ser 
Glu Phe Lys 
Arg Lys Ser 
Arg Tyr Tyr 
Ser Ser Met 




25 


His Gly Lys 
Ala Leu Gin 



Glu Cys Ala Tyr Gly Ser Pro 
Ser Ser Ser Ser Glu Tyr Gly 
Pro Gin Gin Asp Trp Leu Ser 
Met Glu cys Asn Pro Asn Gin 
Asp Cys Ser Val Ala Lys Gly 
Val Gly Met Asn Tyr Gly Ser 
Pro Asn Met Thr Thr Asn Glu 
Thr Leu Trp Ser Thr Asp His 
Lys Glu Tyr Gly Leu Pro Asp 
Asp Gly Lys Glu Leu Cys Lys 
Thr Pro Ser Tyr Asn Ala Asp 
Arg Glu Thr Pro Leu Pro His 
Leu Gin Asn Ser Pro Arg Leu 
Thr Phe He Phe Pro Asn Thr 
He Thr Thr Arg Pro Asp Leu 
Trp Thr Ser His Ser His Pro 
Ser Ser Thr Val Pro Lys Thr 
Tyr Gin He Leu Gly Pro Thr 
Gly Gin He Gin Leu Trp Gin 
Ser Asn Ser Asn Cys He Thr 
Met Thr Asp Pro Asp Glu Val 
Lys Pro Asn Met Asn Tyr Asp 
Tyr Asp Lys Asn He Met Thr 
Tyr Lys Tyr Pro Ser Asp Leu 
Arg Tyr Ala Tyr Lys Phe Asp 
Pro His Ala His Pro Gin Lys 

32 



His Leu Ala Lys Thr 


Glu 


32 


Gin Thr Ser Lys Met 


Ser 


48 


Gin Pro Pro Ala Arg 


Val 


64 


Val Asn Gly Ser Arg 


Asn 


80 


Gly Lys Met Val Ser 


Ser 


96 


Tyr Met Glu Glu Lys 


His 


112 


Arg Arg Val lie Val 


Pro 


128 


Val Arg Gin Trp Leu 


Glu 


144 


Val Asp He Leu Leu 


Phe 


160 


Met Thr Lys Asp Asp 


Phe 


176 


He Leu Leu Ser His 


Leu 


192 


Leu Thr Ser Asp Asp 


Val 


208 


Met His Ala Arg Asn 


Thr 


224 


Ser Val Tyr Pro Glu 


Ala 


240 


Pro Tyr Glu Gin Ala 


Arg 


256 


Thr Gin Ser Lys Ala 


Thr 


272 


Glu Asp Gin Arg Pro 


Gin 


288 


Ser Ser Arg Leu Ala 


Asn 


304 


Phe Leu Leu Glu Leu 


Leu 


320 


Trp Glu Gly Thr Asn 


Gly 


336 


Ala Arg Arg Trp Gly 


Glu 


352 


Lys Leu Ser Arg Ala 


Leu 


368 


Lys Val His Pro Pro 


Glu 


384 


Pro Tyr Met Ser Ser 


Tyr 


400 


Phe His Gly He Ala 


Gin 


416 


Met Asn Phe Val Ala 


Pro 


432 



a 



'"-4 

■ 'ST 

□ 
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His Pro Pro Ala Leu Pro Val Thr Ser Ser Ser Phe Phe Ala Ala Pro 448 
Asn Pro Tyr Trp Asn Ser Pro Thr Gly Gly lie Tyr Pro Asn Thr Arg 464 
Leu Pro Ala Ala His Met Pro Ser His Leu Gly Thr Tyr Tyr 478 



SBQ ID NO: 5 
LENGTH: 23 
TYPE: nucleic acid 
q STRANDEDNESS: single 

: : S 10 TOPOLOGY: linear 



MXECULE TYPE: DMA 
SEQUENCE DESCRIPTION: 
ATCTTCATCA CMTATQGOA POZ 23 



15 SEQ ID NO: 6 

H LENGIH: 25 



TYPE: nucleic acid 
STEANDEDNESS: single 
TOPOLOGY: linear 
20 MXBCULE TYPE: DNA 

SEQUENCE DESCREFTION: 
CACAITATGG CAAGCAC1AT TAMG 25 

SEQ ID NO: 7 
25 LENGTH: 25 

TYPE: nucleic acid 
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SIANDEDNESS: single 
TOPOLOGY: linear 
MXBCULE TYPE: UNA 
SEQUENCE DESCRIPITON: 
OmAGEAG TOGSTOOCAA <3£G3 25 



